Marquette University

e-Publications@Marquette
Biological Sciences Faculty Research and
Publications

Biological Sciences, Department of

5-2016

Using RAD‐seq
RAD seq to recognize sex‐specific
sex specific markers and sex
chromosome systems
Tony Gamble

Follow this and additional works at: https://epublications.marquette.edu/bio_fac
Part of the Biology Commons

Marquette University

e-Publications@Marquette
Biological Sciences Faculty Research and Publications/College of Arts and
Sciences
This paper is NOT THE PUBLISHED VERSION; but the author’s final, peer-reviewed manuscript. The
published version may be accessed by following the link in the citation below.

Molecular Ecology, Vol. 25, No. 10 (May 2016) : 2114-2116. DOI. This article is © Wiley and permission
has been granted for this version to appear in e-Publications@Marquette. Wiley does not grant
permission for this article to be further copied/distributed or hosted elsewhere without the express
permission from Wiley.

Using RAD‐seq to recognize sex‐specific
markers and sex chromosome systems
Tony Gamble

Department of Biological Sciences, Marquette University, Milwaukee, WI

Abstract
Next‐generation sequencing methods have initiated a revolution in molecular ecology and evolution
(Tautz et al. 2010). Among the most impressive of these sequencing innovations is restriction site‐associated
DNA sequencing or RAD‐seq (Baird et al. 2008; Andrews et al. 2016). RAD‐seq uses the Illumina sequencing
platform to sequence fragments of DNA cut by a specific restriction enzyme and can generate tens of thousands
of molecular genetic markers for analysis. One of the many uses of RAD‐seq data has been to identify sex‐
specific genetic markers, markers found in one sex but not the other (Baxter et al. 2011; Gamble &
Zarkower 2014). Sex‐specific markers are a powerful tool for biologists. At their most basic, they can be used to
identify the sex of an individual via PCR. This is useful in cases where a species lacks obvious sexual dimorphism
at some or all life history stages. For example, such tests have been important for studying sex differences in life
history (Sheldon 1998; Mossman & Waser 1999), the management and breeding of endangered species
(Taberlet et al. 1993; Griffiths & Tiwari 1995; Robertson et al. 2006) and sexing embryonic material
(Hacker et al. 1995; Smith et al. 1999). Furthermore, sex‐specific markers allow recognition of the sex
chromosome system in cases where standard cytogenetic methods fail (Charlesworth & Mank 2010; Gamble &

Zarkower 2014). Thus, species with male‐specific markers have male heterogamety (XY) while species with
female‐specific markers have female heterogamety (ZW). In this issue, Fowler & Buonaccorsi (2016) illustrate
the ease by which RAD‐seq data can generate sex‐specific genetic markers in rockfish (Sebastes). Moreover, by
examining RAD‐seq data from two closely related rockfish species, Sebastes chrysomelas and Sebastes
carnatus (Fig. 1), Fowler & Buonaccorsi (2016) uncover shared sex‐specific markers and a conserved sex
chromosome system.
Sex‐specific markers occur on parts of the genome unique to one sex – the Y chromosome in species with male
heterogamety and the W chromosome in those with female heterogamety – thus identifying a species’ sex
chromosome system. Determining whether a species has male or female heterogamety was historically
accomplished via cytogenetics: that is, finding morphologically distinct, or heteromorphic, sex chromosomes in
the male or female karyotype. However, the majority of vertebrate species, including most fish, amphibian and
reptile species, lack heteromorphic sex chromosomes and instead have morphologically identical, or
homomorphic, sex chromosomes (Charlesworth & Mank 2010). Using cytogenetics to determine the sex
chromosome system in these taxa, therefore, proves futile. Yet, the greatest diversity of sex‐determining
systems among vertebrates occurs in these same groups – the fish, amphibians and reptiles
(Bachtrog et al. 2014). Thus, scientists interested in studying how sex chromosomes originate and evolve have
been unable to identify the sex chromosome systems in the clades most deserving of study. This has had the
unfortunate effect of limiting knowledge on the kinds of sex chromosome systems found in these groups,
hindering our ability to study how sex chromosomes evolve more generally. However, the identification of sex‐
specific markers via RAD‐seq permits identification of XY or ZW systems even in species with homomorphic sex
chromosomes (Gamble & Zarkower 2014; Gamble et al. 2015). Sex‐specific markers can also provide information
about sex chromosome conservation and homology if the marker is sex‐specific in additional species (Gamble &
Zarkower 2014). For example, Fowler & Buonaccorsi (2016) showed their marker was male specific in
both Sebastes carnatus and Sebastes chrysomelas (Fig. 1) indicating the two species share a common XY sex
chromosome system, providing important insight into sex chromosome evolution and homology in the genus.

Figure 1 Two Pacific rockfish species with XY sex chromosome systems identified via RAD‐seq. (A) The black and
yellow rockfish (photograph of Sebastes chrysomelas was captured by Robert Todd) and (B) gopher rockfish
(photograph of Sebastes carnatus was captured by David Andrew).
Identifying sex‐specific markers via RAD‐seq has several desirable characteristics. First, RAD‐seq produces
sequence data that can be easily turned into a PCR validation test. This contrasts with the widely used AFLP
protocol that requires additional cloning and sequencing to transform into a PCR‐based assay (Griffiths &
Orr 1999). Second, if the nonrecombining portion of the sex chromosomes is extremely small, and RAD‐seq data
do not identify sex‐specific markers, it is a relatively simple matter to switch to a restriction enzyme that cuts
more frequently, thus increasing the probability of resolving minor sex‐specific differences. Third, sequenced
genomes are not necessary for conducting RAD‐seq (Baird et al. 2008), but – when available – they can enhance
the value and interpretive power of the results. The two Sebastes species examined by Fowler & Buonaccorsi

(2016) lack genomic resources. However, using the recently sequenced genome of the related Sebastes
rubrivinctus helped them troubleshoot marker validation by identifying conserved sequence flanking a male‐
specific restriction site (more on this below). Finally, there is no need to breed species in captivity to generate
genetic linkage maps. Several studies have used RAD‐seq data to identify sex‐specific markers and the sex
chromosome linkage group, but nearly all have utilized linkage maps derived from sequencing parents and
offspring (Baxter et al. 2011; Wilson et al. 2014). Fowler & Buonaccorsi (2016), like Gamble & Zarkower (2014),
simply used accurately sexed, field‐collected individuals for their analyses. This allows for a much greater
diversity of species to be analysed and does not require the time or space needed for captive breeding.
Fowler & Buonaccorsi (2016) introduce several novel aspects to the original pipeline outlined by Gamble &
Zarkower (2014). The workflow to identify sex‐specific markers from RAD‐seq data involves first identifying sex‐
specific markers bioinformatically and subsequently validating those markers with PCR (Gamble &
Zarkower 2014). However, Gamble et al. (2015) noted that most of the markers identified via bioinformatics
failed the PCR validation step and amplify in both male and female samples. Subsequent analyses of these
‘failed’ markers suggest they occur where sex‐specific restriction sites are flanked by conserved sequence in
both sexes (T. Gamble, unpublished). Thus, the PCR validation step may be overly conservative. That is, RAD‐seq
produces a sex‐specific RAD‐marker, but subsequent PCR of the conserved, adjacent regions results in
amplification in both sexes. Fowler & Buonaccorsi (2016) devised a clever solution to this problem using PCR
followed by restriction digest, a technique known as PCR‐RFLP. Mapping sex‐specific reads to the sequenced
genome of the related Sebastes rubrivinctus, Fowler & Buonaccorsi (2016) discovered two putative male‐specific
RAD markers adjacent to each other in the genome separated by a presumed male‐specific restriction site. The
sex‐specific restriction site is presumed because it does not appear in the sequenced S. rubrivinctus genome but
had to exist on the S. chrysomelas and S. carnatus Y chromosomes to produce the male‐specific markers in their
RAD‐seq data set. Fowler & Buonaccorsi (2016) designed PCR primers to generate amplicons that spanned this
restriction site. Subsequent restriction digest of the PCR amplicons revealed a single band in females and two
bands in males, thus validating the sex specificity of the marker. PCR‐RFLP is an important tool in the molecular
ecologist's toolkit, and its broader implementation may help ‘rescue’ the majority of putative sex‐specific RAD
markers that fail to amplify in a sex‐specific manner.
Another novel aspect involves Fowler & Buonaccorsi's (2016) use of a double digest or ddRAD‐seq protocol
(Peterson et al. 2012) rather than the more common single digest protocol used by Gamble & Zarkower (2014).
ddRAD‐seq uses two restriction enzymes to generate sequencing libraries and will typically produce fewer
markers than a protocol combining one of the same restriction enzymes with random shearing
(Peterson et al. 2012; Andrews et al. 2016). The reduced number of markers per individual using ddRAD‐seq
enables multiplexing of more samples in a single sequencing lane. However, the ddRAD‐seq method may not
always generate a sufficient number of RAD markers in certain species to allow identification of sex‐specific
markers, particularly in species with a small, nonrecombining portion of the sex chromosomes, for example
newly evolved sex chromosomes. In these cases, a single digest RAD‐seq protocol producing more markers is
preferable. That said, given the widespread use of ddRAD‐seq in molecular ecology and phylogenomics
(Andrews et al. 2016), it would be worthwhile to examine existing ddRAD‐seq data sets for sex‐specific markers
if the sex of sampled individuals is known.
The identification of sex‐specific genetic markers via RAD‐seq has enormous potential to revolutionize molecular
ecology, conservation genetics and evo‐devo by incorporating an organism's sex into a variety of analyses.
Furthermore, the ability to easily identify a species’ sex chromosome system will finally enable studies of sex
chromosome evolution in the taxa most deserving additional research, such as fish, amphibians and reptiles.
Studies like Fowler & Buonaccorsi (2016) are among the first to adopt these methods, and more studies are

surely forthcoming that will fill in the gaps for additional animal and plant species with unknown sex
chromosome systems.

References
Andrews KR, Good JM, Miller MR, Luikart G, Hohenlohe PA (2016) Harnessing the power of RADseq for
ecological and evolutionary genomics. Nature Reviews Genetics, 17, 81– 92.
Bachtrog D, Mank JE, Peichel CL et al. (2014) Sex determination: why so many ways of doing it? PLoS
Biology, 12, e1001899.
Baird NA, Etter PD, Atwood TS, et al. (2008) Rapid SNP discovery and genetic mapping using sequenced RAD
markers. PLoS ONE, 3, e3376.
Baxter SW, Davey JW, Johnston JS et al. (2011) Linkage mapping and comparative genomics using next‐
generation RAD sequencing of a non‐model organism. PLoS ONE, 6, e19315.
Charlesworth D, Mank JE (2010) The birds and the bees and the flowers and the trees: lessons from genetic
mapping of sex determination in plants and animals. Genetics, 186, 9– 31.
Fowler BL, Buonaccorsi VP (2016) Genomic characterization of sex‐identification markers in Sebastes
carnatus and S. chrysomelas rockfishes. Molecular Ecology, 25, 2165– 2175.
Gamble T, Zarkower D (2014) Identification of sex‐specific molecular markers using restriction site associated
DNA sequencing. Molecular Ecology Resources, 14, 902– 913.
Gamble T, Coryell J, Ezaz T et al. (2015) Restriction site‐associated DNA sequencing (RAD‐seq) reveals an
extraordinary number of transitions among gecko sex‐determining mechanisms. Molecular Biology and
Evolution, 32, 1296– 1309.
Griffiths R, Orr K (1999) The use of amplified fragment length polymorphism (AFLP) in the isolation of sex‐
specific markers. Molecular Ecology, 8, 671– 674.
Griffiths R, Tiwari B (1995) Sex of the last wild Spix's macaw. Nature, 375, 454.
Hacker A, Capel B, Goodfellow P, Lovell‐Badge R (1995) Expression of Sry, the mouse sex determining
gene. Development, 121, 1603– 1614.
Mossman C, Waser P (1999) Genetic detection of sex‐biased dispersal. Molecular Ecology, 8, 1063– 1067.
Peterson BK, Weber JN, Kay EH, Fisher HS, Hoekstra HE (2012) Double digest RADseq: an inexpensive method
for de novo SNP discovery and genotyping in model and non‐model species. PLoS ONE, 7, e37135.
Robertson BC, Elliott GP, Eason DK, Clout MN, Gemmell NJ (2006) Sex allocation theory aids species
conservation. Biology Letters, 2, 229– 231.
Sheldon BC (1998) Recent studies of avian sex ratios. Heredity, 80, 397– 402.
Smith CA, Smith MJ, Sinclair AH (1999) Gene expression during gonadogenesis in the chicken
embryo. Gene, 234, 395– 402.
Taberlet P, Mattock H, Dubois‐Paganon C, Bouvet J (1993) Sexing free‐ranging brown bears Ursus arctos using
hairs found in the field. Molecular Ecology, 2, 399– 403.
Tautz D, Ellegren H, Weigel D (2010) Next generation molecular ecology. Molecular Ecology, 19, 1– 3.
Wilson CA, High SK, McCluskey BM et al. (2014) Wild sex in zebrafish: loss of the natural sex determinant in
domesticated strains. Genetics, 198, 1291– 1308.

